Here, we report 17 nearly complete genome sequences of enterovirus D68 (EV-D68) isolated from Kansas City, MO, in 2018. Phylogenetic analysis suggests that these strains belong to subclade B3, similar to the ones that caused the 2016 epidemics in the United States but different from the 2014 outbreak B1 strains.
GϩC contents vary between 41.6% and 41.9%. They were annotated using the VAPiD annotation pipeline (v 1.6.2) (16) and submitted to GenBank.
Although these 17 2018 EV-D68 isolates from Kansas City belonged to the B3 subclade, phylogenetic analysis shows that they did not cluster with the strains that caused the 2016 epidemics in the United States and Europe (ϳ98.21% similarity) or the strains reported in Europe (France) in 2018 (ϳ97.93% similarity), which also are in subclade B3 (Fig. 1 ). The similarity between the 2018 Kansas City EV-D68 strains and the 2014 outbreak B1 subclade was ϳ94.83%. These are the first publicly available EV-D68 genome sequences collected in the United States during the 2018 epidemics. With the increasing number of AFM cases related to EV-D68 infection, our newly reported 2018 EV-D68 strains could help us understand the epidemiological dynamics and clinical implications of EV-D68 in the United States and globally.
Data availability. All sequences were submitted to GenBank with accession numbers MK659588 to MK659604. All raw reads were submitted to SRA. The published SRA submission can be found at BioProject accession number PRJNA532464.
FIG 1
We combined the 17 newly acquired complete EV-D68 genome sequences collected in 2018 in Kansas City with EV-D68 genome sequences available in GenBank (as of 31 January 2019) and generated a data set with a total of 628 complete genome sequences of EV-D68. Sequences were aligned using the MUSCLE program in MEGA6, with manual adjustments (15) . The global phylogenetic tree of EV-D68 was inferred using the neighbor-joining method conducted in MEGA6, with the Kimura 2-parameter test and bootstrap test of 1,000 replicates (16) . The tree is midpoint rooted and drawn to scale, with branch lengths in the same units as those of the evolutionary distances used to infer the phylogenetic tree. Well-supported nodes by bootstrap values over 70% are shown next to the branches. Six major clades/subclades (B1, B2, B3, C, A1, and A2) are described in the tree. New 2018 sequences sampled from Kansas City are marked in the tree as well.
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